ABSTRACT Bacillus velezensis DSYZ is a plant growth-promoting rhizobacterium with the capacity to control fungal pathogens. It was isolated from the rhizosphere soil of garlic. Here, we present the complete genome sequence of B. velezensis DSYZ. Several gene clusters that are related to the biosynthesis of antimicrobial compounds were predicted.
resulting seed reads (20) . A total of 6,331,672 original reads were obtained with the Illumina platform. Up to 6,297,064 high-quality reads totaling 1,812,964,106 bases were obtained by filtration. A total of 58,713 sequences were obtained with PacBio sequencing, with a length from 200 to 51,016 bp. Using the PacBio platform, the N 50 value of raw sequences is 11,748 bp, and one contig was acquired. The sequencing coverage reached 425ϫ. All reads were de novo assembled with HGAP4 (21) and Canu v1.6 (22) . The genome sequence was annotated with the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) (https://www.ncbi.nlm.nih.gov/genome/annotation_prok/). We simultaneously analyzed the secondary metabolism clusters in the complete genome with antiSMASH (v3.0.5l, http://antismash.secondarymetabolites.org/) (23) .
B. velezensis DSYZ contains a 4,258,978-bp chromosome and a 62,485-bp plasmid, with a GϩC content of 45.78% and 40.31%, respectively. A total of 4,363 genes were annotated with PGAP, including 4,143 coding genes, 27 rRNAs, 86 tRNAs, 5 ncRNAs, and 102 pseudogenes. The analysis of secondary metabolites showed that 13 gene clusters relevant to producing active antagonistic or other useful substances were predicted. Among them, five gene clusters showed 100% similarity with recognized biosynthetic gene clusters, and they were identified as producing fengycin, bacillibactin, bacillaene, macrolactin, and bacilysin. The other gene clusters were predicted to produce, for example, rhizocticin, butirosin, surfactin, terpenes, and difficidin. The complete genome sequence of B. velezensis DSYZ will contribute to revealing the molecular mechanisms of this species for promotion of plant growth and should provide benefits in applications for biological control in agriculture.
Data availability. The complete genome sequence of B. velezensis DSYZ has been deposited in GenBank under the accession numbers CP030150 (chromosome) and CP030151 (plasmid). The raw sequences from the Illumina platform have been deposited in the SRA under the accession number SRR8252721.
